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<210> 1 

<211> 439 

<212> PRT 

<213> Homo sapiens 

<400> 1 



Met Tyr lie Asp Asp Leu Pro lie TrjA Gly lie Val Gly Glu Ala Asp 
1 5 \l0 15 



Glu Asn Gly Glu Asp Tyr Tyr Leu Trp ThV Tyr Lys Lys Leu Glu lie 
20 25 \ 30 



Gly Phe Asn Gly Asn Arg lie Val Asp Val dsn Leu Thr Ser Glu Gly 
35 40 \ 45 



Lys Val Lys Leu Val Pro Asn Thr Lys lie Gin Met Ser Tyr Ser Val 

50 55 ei 



Lys Trp Lys Lys Ser Asp Val Lys Phe Glu Asp Argu>he Asp Lys Tyr 
65 70 75 \ 80 



Leu Asp Pro Ser Phe Phe Gin His Arg lie His Trp Phe\Ser lie Phe 
85 90 \ 95 



Asn Ser Phe Met Met Val lie Phe Leu Val Gly Leu Val SeA Met He 
100 105 11CT 



1 



# 



Leu Met Arg Thr Leu Arg Lys Asp Tyr Ala Arg Tyr Ser Lys Glu Glu 
115 120 125 



Glu Met Asp Asp Met Asp Arg Asp Leu Gly Asp Glu Tyr Gly Trp Lys 
130 135 140 



Gin Val His Gly Asp Val Phe Arg Pro Ser Ser His Pro Leu lie Phe 
145 150 155 160 



Ser Ser Leu lie Gly Ser Gly Cys Gin lie Phe Ala Val Ser Leu lie 
165 170 175 



Val lie lie Val Ala Met lie Glu Asp Leu Tyr Thr Glu Arg Gly Ser 
180 185 190 



Met Leu Ser Thr Ala lie Phe Val Tyr Ala Ala Thr Ser Pro Val Asn 
195 200 205 



Gly Tyr Phe Gly Gly Ser Leu Tyr Ala Arg Gin Gly Gly Arg Arg Trp 
210 215 220 



lie Lys Gin Met Phe He Gly Ala Phe Leu He Pro Ala Met Val Cys 
225 230 235 240 



Gly Thr Ala Phe Phe He Asn Phe He Ala He Tyr Tyr His Ala Ser 
245 250 255 



Arg Ala He Pro Phe Gly Thr Met Val Ala Val Cys Cys He Cys Phe 
260 265 270 



Phe Val He Leu Pro Leu Asn Leu Val Gly Thr He Leu Gly Arg Asn 
275 280 285 



Leu Ser Gly Gin Pro Asn Phe Pro Cys Arg Val Asn Ala Val Pro Arg 
290 295 300 



Pro He Pro Glu Lys Lys Trp Phe Met Glu Pro Ala Val He Val Cys 
305 310 315 320 



Leu Gly Gly He Leu Pro Phe Gly Ser He Phe He Glu Met Tyr Phe 
325 330 335 



2 



lie Phe Thr Ser Phe Trp Ala Tyr Lys lie Tyr Tyr Val Tyr Gly Phe 
340 345 350 



Met Met Leu Val Leu Val He Leu Cys He Val Thr Val Cys Val Thr 
355 360 365 



He Val Cys Thr Tyr Phe Leu Leu Asn Ala Glu Asp Tyr Arg Trp Gin 
370 375 380 



Trp Thr Ser Phe Leu Ser Ala Ala Ser Thr Ala He Tyr Val Tyr Met 
385 390 395 400 



Tyr Ser Phe Tyr Tyr Tyr Phe Phe Lys Thr Lys Met Tyr Gly Leu Phe 
405 410 415 



Gin Thr Ser Phe Tyr Phe Gly Tyr Met Ala Val Phe Ser Thr Ala Leu 
420 425 430 



Gly He Met Cys Gly Ala He 
435 



<210> 2 

<211> 1317 

<212> DNA 

<213> Homo sapiens 



<400> 2 
atgtacatag 


atgatttacc 


aatatggggt 


attgttggtg 


aggctgatga 


aaatggagaa 


gattactatc 


tttggaccta 


taaaaaactt 


gaaataggtt 


ttaatggaaa 


tcgaattgtt 


gatgttaatc 


taactagtga 


aggaaaggtg 


aaactggttc 


caaatactaa 


aatccagatg 


tcatattcag 


taaaatggaa 


aaagtcagat 


gtgaaatttg 


aagatcgatt 


tgacaaatat 


cttgatccgt 


ccttttttca 


acatcggatt 


cattggtttt 


caattttcaa 


ctccttcatg 


atggtgatct 


tcttggtggg 


cttagtttca 


atgattttaa 


tgagaacatt 


aagaaaagat 


tatgctcggt 


acagtaaaga 


ggaagaaatg 


gatgatatgg 


atagagacct 


aggagatgaa 


tatggatgga 


aacaggtgca 


tggagatgta 


tttagaccat 


caagtcaccc 


actgatattt 


tcctctctga 


ttggttctgg 


atgtcagata 


tttgctgtgt 


ctctcatcgt 


tattattgtt 


gcaatgatag 


aagatttata 


tactgagagg 


ggatcaatgc 


tcagtacagc 


catatttgtc 


tatgctgcta 


cgtctccagt 


gaatggttat 


tttggaggaa 


gtctgtatgc 


tagacaagga 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



3 



ggaaggagat 


ggataaagca 


gatgtttatt 


ggcactgcct 


tcttcatcaa 


tttcatagcc 


tttggaacaa 


tggtggccgt 


ttgttgcatc 


gttggtacaa 


tacttggccg 


aaatctgtca 


gctgtgcctc 


gtcctatacc 


ggagaaaaaa 


ctgggtggaa 


ttttaccttt 


tggttcaatc 


ttctgggcat 


ataagatcta 


ttatgtctat 


tqcattqtqa 


ctgtctgtgt 


gactattgtg 


taccggtggc 


aatggacaag 


ttttctctct 


tattcctttt 


actactattt 


tttcaaaaca 


tactttggat 


atatggcggt 


atttagcaca 


<210> 3 

<211> 965 

<212> DNA 

<213> Homo sapiens 




<400> 3 
cagatgtcat 


attcagtaaa 


atggaaaaag 


aaatatcttg 


atccgtcctt 


ttttcaacat 


ttcatgatgg 


tgatcttctt 


ggtgggctta 


aaagattatg 


ctcggtacag 


taaagaggaa 


gatgaatatg 


gatggaaaca 


ggtgcatgga 


atattttcct 


ctctgattgg 


ttctggatgt 


attgttgcaa 


tgatagaaga 


tttatatact 


tttgtctatg 


ctgctacgtc 


tccagtgaat 


caaggaggaa 


ggagatggat 


aaagcagatg 


gtgtgtggca 


ctgccttctt 


catcaatttc 


attccttttg 


gaacaatggt 


ggccgtttgt 


aatcttgttg 


gtacaatact 


tggccgaaat 


gtcaatgctg 


tgcctcgtcc 


tataccggag 



ggggcattcc 


ttatcccagc 


tatggtgtgt 


720 


atttattacc 


atgcttcaag 


agccattcct 


780 


tgtttttttg 


ttattcttcc 


tctaaatctt 


840 


ggtcagccca 


actttccttg 


tcgtgtcaat 


900 


tggttcatgg 


agcctgcggt 


tattgtttgc 


960 


tttattgaaa 


tgtatttcat 


cttcacgtct 


1020 


ggcttcatga 


tgctggtgct 


ggttatcctg 


1080 


tgcacatatt 


ttctactaaa 


tgcagaagat 


1140 


gctgcatcaa 


ctgcaatcta 


tgtttacatg 


1200 


aagatgtatg 


gcttatttca 


aacatcattt 


1260 


gccttgggga 


taatgtgtgg 


agcgatt 


1317 



tcagatgtga 


aatttgaaga 


tcgatttgac 


60 


cggattcatt 


ggttttcaat 


tttcaactcc 


120 


gtttcaatga 


ttttaatgag 


aacattaaga 


180 


gaaatggatg 


atatggatag 


agacctagga 


240 


gatgtattta 


gaccatcaag 


tcacccactg 


300 


cagatatttg 


ctgtgtctct 


catcgttatt 


360 


gagaggggat 


caatgctcag 


tacagccata 


420 


ggttatttta 


gaggaagtct 


gtatgctaga 


480 


tttattgggg 


cattccttat 


cccagctatg 


540 


atagccattt 


attaccatgc 


ttcaagagcc 


600 


tgcatctgtt 


tttttgttat 


tcttcctcta 


660 


ctgtcaggtc 


agcccaactt 


tccttgtcgt 


720 


aaaaaatggt 


tcatggagcc 


tgcggttatt 


780 



4 



gtttgcctgg gtggaatttt accttttggt tcaatcttta ttgaaatgta tttcatcttc 840 

acgtctttct gggcatataa gatctattat gtctatggct tcatgatgct ggtgctggtt 900 

atcctgtgca ttgtgactgt ctgtgtgact attgtgtgca catattttct actaaatgca 960 

gaaga 965 

<210> 4 

<211> 285 

<212> DNA 

<213> Homo sapiens 

<400> 4 

tcagtaaaat ggaaaaagtc agatgtgaaa tttgaagatc gatttgacaa atatcttgat 60 

ccgtcctttt ttcaacatcg gattcattgg ttttcaattt tcaactcctt catgatggtg 120 

atcttcttgg tgggcttagt ttcaatgatt ttaatgagaa cattaagaaa agattatgct 180 

cggtacagta aagaggaaga aatggatgat atggatagag acctaggaga tgaatatgga 24 0 

tggaaacagg tgcatggaga tgtatttaga ccatcaagtc accca 285 



<210> 5 
<211> 17 
<212> PRT 

<213> Artificial sequence 
<220> 

<223> Fragment generated by acidic cleavage of polypeptide able to bind ICYP 
<400> 5 

Asp -Pro Ser Phe Phe Gin His Arg lie His Trp Phe Ser lie Phe Asn 
15 10 15 



Ser 



<210> 6 

<211> 17 

<212> PRT 

<213> Artificial sequence 



<220> 

<223> Fragment generated by acidic cleavage of polypeptide able to bind ICYP 



<220> 

<221> MIS C_FEATURE 

<222> (3) . . (3) 

<223> Xaa can by any amino acid 



5 



<400> 6 

Asp Pro Xaa Phe Phe Gin His Arg lie His Val Phe Ser lie Phe Asn 
15 10 15 



His 



<210> 7 

<211> 20 

<212> DNA 

<213> Artificial sequence 
<220> 

<2 2 3 > probe/primer 

<400> 7 

tcagtaaaat ggaaaaagtc 2 0 



<210> 8 

<211> 20 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> probe/primer 

<400> 8 

tgggtgactt gatggtctaa 2 0 



<210> 9 

<211> 19 

<212> DNA 

<213> Artificial sequence 
<220> 

<22 3> probe/primer 

<400> 9 

gctgtgtctc tcatcgtta 19 



<210> 10 

<211> 20 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> probe/primer 



6 



<400> 10 

ccatccatat tcatctccta 



20 



<210> 11 

<211> 21 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> probe/primer 

<400> 11 

cggtatagga cgaggcacag c 21 



<210> 12 

<211> 18 

<212> DNA 

<213> Artificial sequence 



<220> 

<223> probe/primer 
<400> 12 

actgaatatg acatctgg 18 



<210> 13 

<211> 1800 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (3) . . (1730) 

<223> 

<400> 13 

cc gcc gcg ctg tgg ctg ctg ctg ctg ctg ctg ccc egg acc egg gcg 47 
Ala Ala Leu Trp Leu Leu Leu Leu Leu Leu Pro Arg Thr Arg Ala 
15 10 15 



gac gag cac 
Asp Glu His 



atg aat act 
Met Asn Thr 



ttt tea ctt 
Phe Ser Leu 
50 

cat gaa act 



gaa cac acg 
Glu His Thr 
20 

gtt ggg ccc 
Val Gly Pro 
35 

cca ttc tgt 
Pro Phe Cys 



ctg gga gaa 



tat caa gat 
Tyr Gin Asp 



tac cat aat 
Tyr His Asn 
40 

gtg ggg tea 
Val Gly Ser 
55 

gca ctt caa 



aaa gag gaa 
Lys Glu Glu 
25 

cgt caa gaa 
Arg Gin Glu 



aaa aaa agt 
Lys Lys Ser 



999 gtt gaa 



gtt gtc tta 
Val Val Leu 
30 

aca tat aag 
Thr Tyr Lys 
45 

ate agt cat 
lie Ser His 
60 

ttg gaa ttt 



tgg 95 
Trp 



tac 143 
Tyr 



tac 191 
Tyr 



agt 23 9 



7 



His Glu Thr Leu Gly Glu Ala Leu Gin Gly Val Glu Leu Glu Phe Ser 

65 70 75 

ggt ctg gat att aaa ttt aaa gat gat gtg atg cca gcc act tac tgt 287 

Gly Leu Asp lie Lys Phe Lys Asp Asp Val Met Pro Ala Thr Tyr Cys 

80 85 90 95 

gaa att gat tta gat aaa gaa aag aga gat gca ttt gta tat gcc ata 335 

Glu lie Asp Leu Asp Lys Glu Lys Arg Asp Ala Phe Val Tyr Ala lie 

100 105 110 

aaa aat cat tac tgg tac cag atg tac ata gat gat tta cca ata tgg 3 83 

Lys Asn His Tyr Trp Tyr Gin Met Tyr lie Asp Asp Leu Pro lie Trp 

115 120 125 

ggt att gtt ggt gag get gat gaa aat gga gaa gat tac tat ctt tgg 431 

Gly lie Val Gly Glu Ala Asp Glu Asn Gly Glu Asp Tyr Tyr Leu Trp 

130 135 140 

acc tat aaa aaa ctt gaa ata ggt ttt aat gga aat cga att gtt gat 479 

Thr Tyr Lys Lys Leu Glu lie Gly Phe Asn Gly Asn Arg lie Val Asp 

145 150 155 

gtt aat eta act agt gaa gga aag gtg aaa ctg gtt cca aat act aaa 527 

Val Asn Leu Thr Ser Glu Gly Lys Val Lys Leu Val Pro Asn Thr Lys 

160 165 170 175 

ate cag atg tea tat tea gta aaa tgg aaa aag tea gat gtg aaa ttt 575 

lie Gin Met Ser Tyr Ser Vai Lys Trp Lys Lys Ser Asp Val Lys Phe 

180 185 190 

gaa gat cga ttt gac aaa tat ctt gat ccg tec ttt ttt caa cat egg 623 

Glu Asp Arg Phe Asp Lys Tyr Leu Asp Pro Ser Phe Phe Gin His Arg 

195 200 205 

att cat tgg ttt tea att ttc aac tec ttc atg atg gtg ate ttc ttg 671 

lie His Trp Phe Ser lie Phe Asn Ser Phe Met Met Val He Phe Leu 

210 215 220 

gtg ggc tta gtt tea atg att tta atg aga aca tta aga aaa gat tat 719 

Val Gly Leu Val Ser Met He Leu Met Arg Thr Leu Arg Lys Asp Tyr 

225 230 235 

get egg tac agt aaa gag gaa gaa atg gat gat atg gat aga gac eta 767 

Ala Arg Tyr Ser Lys Glu Glu Glu Met Asp Asp Met Asp Arg Asp Leu 

240 245 250 255 

gga gat gaa tat gga tgg aaa cag gtg cat gga gat gta ttt aga cca 815 

Gly Asp Glu Tyr Gly Trp Lys Gin Val His Gly Asp Val Phe Arg Pro 

260 265 270 

tea agt cac cca ctg ata ttt tec tct ctg att ggt tct gga tgt cag 863 

Ser Ser His Pro Leu He Phe Ser Ser Leu He Gly Ser Gly Cys Gin 

275 280 285 

ata ttt get gtg tct etc ate gtt att att gtt gca atg ata gaa gat 911 



lie Phe Ala 
290 

tta tat act 
Leu Tyr Thr 
305 

get get acg 
Ala Ala Thr 
320 

aga caa gga 
Arg Gin Gly 



ctt ate cca 
Leu lie Pro 



gee att tat 
Ala lie Tyr 
370 

gec gtt tgt 
Ala Val Cys 
385 

ggt aca ata 
Gly Thr He 
400 

cgt gtc aat 
Arg Val Asn 



gag cct gcg 
Glu Pro Ala 



ate ttt att 
He Phe He 
450 

ate tat tat 
He Tyr Tyr 
465 

att gtg act 
He Val Thr 
480 

gca gaa gat 
Ala Glu Asp 



act gca ate 



Val Ser Leu 



gag agg gga 
Glu Arg Gly 



tct cca gtg 
Ser Pro Val 
325 

gga agg aga 
Gly Arg Arg 
340 

get atg gtg 
Ala Met Val 
355 

tac cat get 
Tyr His Ala 



tgc ate tgt 
Cys He Cys 



ctt ggc cga 
Leu Gly Arg 
405 

get gtg cct 
Ala Val Pro 
420 

gtt att gtt 
Val He Val 
435 

gaa atg tat 
Glu Met Tyr 



gtc tat ggc 
Val Tyr Gly 



gtc tgt gtg 
Val Cys Val 
485 

tac egg tgg 
Tyr Arg Trp 
500 

tat gtt tac 



He Val He 
295 

tea atg etc 
Ser Met Leu 
310 

aat ggt tat 
Asn Gly Tyr 



tgg ata aag 
Trp He Lys 



tgt ggc act 
Cys Gly Thr 
360 

tea aga gec 
Ser Arg Ala 
375 

ttt ttt gtt 
Phe Phe Val 
390 

aat ctg tea 
Asn Leu Ser 



cgt cct ata 
Arg Pro He 



tgc ctg ggt 
Cys Leu Gly 
440 

ttc ate ttc 
Phe He Phe 
455 

ttc atg atg 
Phe Met Met 
470 

act att gtg 
Thr He Val 



caa tgg aca 
Gin Trp Thr 



atg tat tec 



He Val Ala 



agt aca gec 
Ser Thr Ala 
315 

ttt gga gga 
Phe Gly Gly 
330 

cag atg ttt 
Gin Met Phe 
345 

gec ttc ttc 
Ala Phe Phe 



att cct ttt 
He Pro Phe 



att ctt cct 
He Leu Pro 
395 

ggt cag ccc 
Gly Gin Pro 
410 

ccg gag aaa 
Pro Glu Lys 
425 

gga att tta 
Gly He Leu 



acg tct ttc 
Thr Ser Phe 



ctg gtg ctg 
Leu Val Leu 
475 

tgc aca tat 
Cys Thr Tyr 
490 

agt ttt etc 
Ser Phe Leu 
505 

ttt tac tac 



Met He Glu 
300 

ata ttt gtc 
He Phe Val 



agt ctg tat 
Ser Leu Tyr 



att ggg gca 
He Gly Ala 
350 

ate aat ttc 
He Asn Phe 
365 

gga aca atg 
Gly Thr Met 
380 

eta aat ctt 
Leu Asn Leu 



aac ttt cct 

rtDll tr lie r j. ^ 



aaa tgg ttc 
Lys Trp Phe 
430 

cct ttt ggt 
Pro Phe Gly 
445 

tgg gca tat 
Trp Ala Tyr 
460 

gtt ate ctg 
Val He Leu 



ttt eta eta 
Phe Leu Leu 



tct get gca 
Ser Ala Ala 
510 

tat ttt ttc 



Asp 



tat 959 
Tyr 



get 1007 

Ala 

335 

ttc 1055 
Phe 



ata 1103 
He 



gtg 1151 
Val 



gtt 1199 
Val 



tgt 1247 

W ^ 

415 

atg 1295 
Met 



tea 1343 
Ser 



aag 1391 
Lys 



tgc 1439 
Cys 



aat 1487 

Asn 

495 

tea 1535 
Ser 



aaa 1583 



9 



Thr Ala lie Tyr Val Tyr Met Tyr Ser Phe Tyr Tyr Tyr Phe Phe Lys 
515 520 525 



aca aag atg tat ggc tta ttt caa aca tea ttt tac ttt gga tat atg 1631 
Thr Lys Met Tyr Gly Leu Phe Gin Thr Ser Phe Tyr Phe Gly Tyr Met 
530 535 540 

gcg gta ttt age aca gec ttg ggg ata atg tgt gga gcg att ggt tac 1679 
Ala Val Phe Ser Thr Ala Leu Gly lie Met Cys Gly Ala lie Gly Tyr 
545 550 555 

atg gga aca agt gec ttt gtc cga aaa ate tat act aat gtg aaa att 1727 
Met Gly Thr Ser Ala Phe Val Arg Lys lie Tyr Thr Asn Val Lys lie 
560 565 ■ 570 575 

gac tagagaccca agaaaacctg gaactttgga tcaatttctt tttcataggg 1780 
Asp 



gtggaacttg cacagcaaaa 1800 



<210> 14 

<211> 576 

<212> PRT 

<213> Homo sapiens 

<400> 14 

Ala Ala Leu Trp Leu Leu Leu Leu Leu Leu Pro Arg Thr Arg Ala Asp 
15 10 15 



Glu His Glu His Thr Tyr Gin Asp Lys Glu Glu Val Val Leu Trp Met 
20 25 30 



Asn Thr Val Gly Pro Tyr His Asn Arg Gin Glu Thr Tyr Lys Tyr Phe 
35 40 45 



Ser Leu Pro Phe Cys Val Gly Ser Lys Lys Ser lie Ser His Tyr His 
50 55 60 



Glu Thr Leu Gly Glu Ala Leu Gin Gly Val Glu Leu Glu Phe Ser Gly 
65 70 75 80 



Leu Asp lie Lys Phe Lys Asp Asp Val Met Pro Ala Thr Tyr Cys Glu 
85 90 95 



lie Asp Leu Asp Lys Glu Lys Arg Asp Ala Phe Val Tyr Ala lie Lys 
100 105 110 



10 



Asn His Tyr Trp Tyr Gin Met Tyr lie Asp Asp Leu Pro lie Trp Gly 
115 120 125 



lie Val Gly Glu Ala Asp Glu Asn Gly Glu Asp Tyr Tyr Leu Trp Thr 
130 135 140 



Tyr Lys Lys Leu Glu lie Gly Phe Asn Gly Asn Arg lie Val Asp Val 
145 150 155 160 



Asn Leu Thr Ser Glu Gly Lys Val Lys Leu Val Pro Asn Thr Lys lie 
165 170 175 



Gin Met Ser Tyr Ser Val Lys Trp Lys Lys Ser Asp Val Lys Phe Glu 
180 185 190 



Asp Arg Phe Asp Lys Tyr Leu Asp Pro Ser Phe Phe Gin His Arg lie 
195 200 205 



His Trp Phe Ser lie Phe Asn Ser Phe Met Met Val lie Phe Leu Val 
210 215 220 



Gly Leu Val Ser Met lie Leu Met Arg Thr Leu Arg Lys Asp Tyr Ala 
225 230 235 240 



Arg Tyr Ser Lys Glu Glu Glu Met Asp Asp Met Asp Arg Asp Leu Gly 
245 250 255 



Asp Glu Tyr Gly Trp Lys Gin Val His Gly Asp Val Phe Arg Pro Ser 
260 265 270 



Ser His Pro Leu lie Phe Ser Ser Leu lie Gly Ser Gly Cys Gin lie 
275 280 285 



Phe Ala Val Ser Leu lie Val lie lie Val Ala Met lie Glu Asp Leu 
290 295 300 



Tyr Thr Glu Arg Gly Ser Met Leu Ser Thr Ala lie Phe Val Tyr Ala 
305 310 315 320 



Ala Thr Ser Pro Val Asn Gly Tyr Phe Gly Gly Ser Leu Tyr Ala Arg 
325 330 335 



11 



Gin Gly Gly Arg Arg Trp lie Lys Gin Met Phe lie Gly Ala Phe Leu 
340 345 350 



lie Pro Ala Met Val Cys Gly Thr Ala Phe Phe He Asn Phe He Ala 
355 360 365 



He Tyr Tyr His Ala Ser Arg Ala He Pro Phe Gly Thr Met Val Ala 
370 375 380 



Val Cys Cys He Cys Phe Phe Val He Leu Pro Leu Asn Leu Val Gly 
385 390 395 400 



Thr He Leu Gly Arg Asn Leu Ser Gly Gin Pro Asn Phe Pro Cys Arg 
405 410 415 



Val Asn Ala Val Pro Arg Pro He Pro Glu Lys Lys Trp Phe Met Glu 
420 425 430 



Pro Ala Val He Val Cys Leu Gly Gly He Leu Pro Phe Gly Ser He 
435 440 445 



Phe He Glu Met Tyr Phe He Phe Thr Ser Phe Trp Ala Tyr Lys He 
450 455 460 



Tyr Tyr Val Tyr Gly Phe Met Met Leu Val Leu Val He Leu Cys He 
465 470 475 480 



Val Thr Val Cys Val Thr He Val Cys Thr Tyr Phe Leu Leu Asn Ala 
485 490 495 



Glu Asp Tyr Arg Trp Gin Trp Thr Ser Phe Leu Ser Ala Ala Ser Thr 
500 505 510 



Ala He Tyr Val Tyr Met Tyr Ser Phe Tyr Tyr Tyr Phe Phe Lys Thr 
515 520 525 



Lys Met Tyr Gly Leu Phe Gin Thr Ser Phe Tyr Phe Gly Tyr Met Ala 
530 535 540 



Val Phe Ser Thr Ala Leu Gly He Met Cys Gly Ala He Gly Tyr Met 
545 550 555 560 



12 




Gly Thr Se\ 



Ala Phe Val Arg Lys lie Tyr Thr Asn Val Lys lie Asp 
565 570 575 



13 



